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Oneway Analysis of UGT1A9 protein expression Bv promoter variant 
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Oneway Analysis of UGT1A9 protein expression Bv-665 promoter variant 
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SN-38 Q formation (nmoles/mg/min) By UGT1A1 protein level 
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SN-38 G formation (nmoles/mg/mln) By UGT1A9 protein level (relative to the 
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